Comparison of the northern snakehead (Channa argus) and blotched snakehead (Channa maculata) and their reciprocal hybrids (C. maculata ♀ × C. argus ♂ and C. argus ♀ × C. maculata ♂) based on complete mitochondrial DNA sequences.
The complete mitochondrial DNA of Channa argus, Channa maculata, C. maculate ♀ × C. argus ♂ and C. argus ♀ × C. maculata ♂ were sequenced to characterize and compare their mitochondrial genomes. The lengths were 16,558, 16,559, 16,558 and 16,559 bp respectively. Start codon of 13 protein-coding genes was ATG, except that COI was GTG. The control region of the mitogenome were 907, 908, 907 and 908 bp in C. argus, C. maculata and their reciprocal hybrids (C. argus ♀ × C. maculata ♂ and C. maculate ♀ × C. argus ♂), respectively.